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Early access to the human genome database provides tre-
mendous advantages in accelerating biomedical research. It
has made available huge amounts of DNA sequence that
aids the research e¡orts of countless scientists. The drawback
of this approach is the inherent risk of transferring errors
from the assembled sequences into published work.
Melanotransferrin is a membrane-bound molecule that
shares homology to the serum Fe-binding protein, transferrin
[1]. However, while this molecule can bind Fe through a spe-
ci¢c Fe-binding site, its precise function remains unknown [1].
Based on the genomic sequences in the GenBank database, in
2002 we reported the identi¢cation of a second melanotrans-
ferrin gene (MTf2) and a new short MTf transcript or splice
variant (e.g. NM_033316) [2].
More recent revision of the database indicates that the con-
tig on which the MTf gene was mapped (NT_005834) is now
considered ‘¢nished’, as this region has signi¢cant experimen-
tal data for its validation (Rana C. Morris, NCBI User Ser-
vices, personal communication). Considering this, we again
examined the contig, and found that the MTf2 gene no longer
existed in the validated version of the human genome se-
quence. Therefore, the presence of the MTf2 gene in the work-
ing draft of the database appeared to be an unavoidable error
generated during collating countless genomic sequences.
Hence, while it is important to have access to the genome
due to its potential for advancing biomedical research [3],
our experience highlights the potential pitfalls in this ap-
proach.
On the other hand, the existence of the reported short MTf
splice variant (e.g. NM_033316) has been con¢rmed in our
laboratory using RT-PCR and sequencing in SK-Mel-28 mel-
anoma cells. Initial work from Northern blotting studies of
normal tissues together with further RT-PCR results indicate
that this second transcript may be di¡erentially expressed.
Obviously, the di¡erential expression of this transcript may
be important in terms of understanding the function of
MTf. Hence, in this case, access to unrefereed genetic data-
bases was very useful in promoting our research e¡ort. In
conclusion, our studies with MTf demonstrate the double-
edged nature of early versions of the genetic database and
the caveats involved in its use.
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